In the course of ongoing research efforts aimed at exploring the biosynthetical potential of freshly isolated actinomycetes, the secondary metabolite profile of streptomycete strain Tu 6075 was subjected to a closer scrutiny. HPLC-diode-array analysis (HPLC-DAD) coupled with HPLC-electrospray-mass-spectrometry (HPLC-ESI-MS) revealed a pattern of metabolites in the extracts from the culture filtrate and mycelium that could not be identified by means of our HPLC-UV-Vis-Database2). The database contains about 700 reference compounds, most of which are antibiotics. Two series of homologous metabolites with retention times between 9.0 and 11.4 minutes were produced by strain Tu 6075, having end-absorption in the UV range and a side-maximum at 290 and 295nm, respectively. The spectra showed a high conformity with reference compounds of the peptide sub-library stored in 
In the course of ongoing research efforts aimed at exploring the biosynthetical potential of freshly isolated actinomycetes, the secondary metabolite profile of streptomycete strain Tu 6075 was subjected to a closer scrutiny. HPLC-diode-array analysis (HPLC-DAD) coupled with HPLC-electrospray-mass-spectrometry (HPLC-ESI-MS) revealed a pattern of metabolites in the extracts from the culture filtrate and mycelium that could not be identified by means of our HPLC-UV-Vis-Database2). The database contains about 700 reference compounds, most of which are antibiotics. Two series of homologous metabolites with retention times between 9.0 and 11.4 minutes were produced by strain Tu 6075, having end-absorption in the UV range and a side-maximum at 290 and 295nm, respectively. The spectra showed a high conformity with reference compounds of the peptide sub-library stored in Strains for testing the minimal inhibition concentrations were obtained from DSMZ, ATCC and the culture collection of our laboratory in Tubingen. Taxonomy Strain Tu 6075 was characterised by morphological5) and chemotaxonomic methods6) as a member of the genus Streptomyces. For molecular characterization fresh bacteria cells were ground using a sterile micro pestle (Eppendorf) to obtain a uniform suspension. Preparation of genomic DNA from the pure culture was performed according to the protocol given by PUKALL et al. 7) . The amplification of nearly complete 16S rDNA was done as described by RAINEY et al.8) using the primer pair 27f (5' GAGTTTGATCCTGGCTCAG 3') and 1500r (5' AGAAAGGAGGTGATCCAGCC 3')8). Analysis of the 16S rDNA sequence obtained from the isolate followed the method described by RAINEY et al.9) using the Taq DyeDeoxy Terminator Cycle Sequencing Kit (Applied Biosystems) and an Applied Biosystems model 373A automated DNA sequencer. Sequence of the 16S rDNA was manually aligned and compared to the sequences published previously. These were stored in DSMZ-internal database consisting of more than 6000 16S rDNA sequence entries, including those from the Ribosomal Database Project and EMBL. All analyses were done on SUN SparcII workstation.
Fermentation
For production of arylomycins strain Tu 6075 was cultivated in a 20-liter fermenter (type b20, Giovanola) equipped with an intensor system. The production medium consisted of glucose 0.5%, starch 1%, malt extract 1%, yeast extract 0.3%, casein peptone 0.3%, NH4NO3 0.3%, and CaCO3 0.2% in tap water (pH 7.2, adjusted with 5N NaOH). The fermenter was inoculated with 5 vol-% of hours in 500ml-Erlenmeyer flasks with one buffle on a rotary shaker at 120rpm.
Isolation
Hyphlo Super-cel (2%) was added to the fermentation broth which was separated by multiple sheet filtration into the culture filtrate (18 liters) and mycelium. The culture filtrate was subjected to an Amberlite XAD-16 column 
HPLC-DAD-Analysis
The chromatographic system consisted of a HP 1090M liquid chromatograph equipped with a diode-array detector and a HP Kayak XM 600 ChemStation using software revision A.08.03 (Agilent Technologies). Multiple wavelength monitoring was performed at 210, 230, 260, 280, 310, 360, 435 and 500nm; the spectrum range was from 200 to 600nm with a 2-nm step and a sampling rate of 640 milliseconds.
A 10-ml aliquot of the fermentation broth was centrifuged (10 minutes, 13,000g). The supernatant was adjusted to pH 5 and extracted with the same volume of ethyl acetate. The organic layer was concentrated to dryness and resuspended in 1ml MeOH. The mycelium pellet was extracted with MeOH-acetone (1:1), the extract was concentrated to dryness and resuspended in 1ml MeOH. A C-18 (Maisch). The samples were analysed by a linear gradient elution using 0.1% o-phosphoric acid-ACN starting at 0% ACN to 100% ACN within 15 minutes at a flow rate of 2ml/minute with a 1-minute hold at 100% ACN, followed by a 5-minute post-time under initial conditions.
HPLC-ESI-MS-Analysis
The system consisted of an ABI 140A HPLC gradient pump (Applied Biosystems) and an API III Taga 6000E mass spectrometer equipped with a nebulizer-assisted electrospray source (Sciex). The HPLC column eluate was split by a T and introduced into the ion source at a constant by a linear gradient elution using 0.01% TFA-ACN starting at 0% ACN to 100% ACN within 60 minutes at a
Biological Assays
The broth dilution method was used to determine the minimal inhibition concentrations of arylomycins A1, A2, A3, A4, A5, B1, B4, B6, B7, and a mixture of arylomycins B2 and B3. The antibiotics were dissolved in DMSO at the final concentrations of less than 5% DMSO. Bacteria were grown in the medium consisted of nutrient broth 0.8% and NaCl 0.5% in deionized water. Streptomycetes were grown in the medium consisted of malt extract 1%, glucose 0.4% and yeast extract 0.4% in tap water (pH 7.3). Bacterial cells and spores (106/ml) were used as inoculum, and growth for 24 and 96 hours, respectively, on a rotary shaker. genus Streptomyces. The substrate mycelium was pale yellowish and the spore mass colour beige-yellowish. Spore chains were straight (Fig. 2) . No melanin production was observed.
Results

Taxonomy
Nearest phylogenetic neighbours of strain Tu 6075 were determined by 16S rDNA sequence analysis. The sequence 
Biological Properties
The minimal inhibitory concentrations of arylomycins determined by a broth dilution method are shown in Table   Table 1 . Antimicrobial spectrum of arylomycins, determined by the agar plate diffusion test.
+, slight inhibition Table 2 . Minimal inhibition concentrations (MIC) of arylomycins as determined by the broth dilution method. Most of the lipopeptide-type antibiotics are produced by bacilli. Only a few members of this group were isolated so far from actinomycetes, and they are characterised by a great variety of biological activities. Considering these manifold activities it would be worthwhile to illuminate the mode of action of arylomycins.
